Supplementary Figure S1: Scatter plot of the (A) average raw methylated and (B) average raw unmethylated signal intensities across all samples of Series 1 data as a function of distance from the transcription start site. The red line shows the smoothed curve. The distribution of the signal intensities and distances are visualised by boxplots. (C) A histogram of correlation values between average methylated and unmethylated raw signal intensities of CpG loci across all of the samples from Series 1 and Series 2.
clustering of the validation dataset shows two main clusters (I and II). Cluster I was enriched with ER+/HER2−. Additionally, four subclusters were selected with enrichment of one particular subtype, such as subcluster I was enriched with luminal A (black), subclusters II and IV were enriched with basal (red), and subcluster III was enriched with HER2+ (blue) samples.
